Introduction: The objective of this study was to investigate which genes are regulated by osteogenic protein-1 (OP-1) in human articular chondrocytes using Affimetrix gene array, in order to understand the role of OP-1 in cartilage homeostasis.
Introduction
Cartilage degeneration is one of the features of osteoarthritis (OA). In order to identify cellular mechanisms that drive OA progression, it is necessary to understand the interplay between anabolic and catabolic processes responsible for cartilage homeostasis under physiological and pathophysiological states. Osteogenic protein-1 (OP-1) or bone morphogenetic protein-7 (BMP-7) is one of the most potent growth factors for cartilage maintenance and repair identified thus far [1, 2] . A large number of in vivo and in vitro studies have shown a high synthetic potency of human recombinant OP-1 (rhOP-1; [2] ). In earlier work, we found that the inhibition of OP-1 gene expression by antisense oligonucleotides (ODNs) caused a significant decrease in aggrecan expression, aggrecan core protein synthesis, and proteoglycan (PG) synthesis, which resulted in the depletion of PGs from the cartilage matrix [3] . These findings suggest that OP-1 plays a key role in maintenance of cartilage integrity and homeostasis, but further work is needed to understand the mechanisms by which OP-1 acts at the molecular level.
In the current study, we used the Affymetrix GeneChip technology to monitor OP-1 regulation of 22,000 genes from the human genome with specific emphasis on genes that are relevant to adult articular cartilage.
Those included matrix proteins, anabolic and catabolic gene products, as well as their intracellular regulators and receptors. Recently, applying the same methodology differential gene expression pattern in normal and OA cartilage tissue was identified [4] . These analyses revealed numerous interesting gene expression profiles, but per se did not allow elucidating cellular reaction patterns in response to defined extracellular stimuli. The goal of the current project was to evaluate the role OP-1 plays in regulating human articular cartilage homeostasis by using a gene array approach under conditions where endogenous OP-1 gene expression was inhibited by antisense ODNs ( [3] ; OP-1AS) or OP-1 signaling was activated and/or enhanced by rhOP-1. Key microarray findings were verified by real-time PCR and additional in vitro experiments of matrix synthesis and signal transduction. We found that OP-1/BMP-7 controls numerous metabolic pathways that are not limited to its direct anabolic or anti-catabolic function, but also related to cell growth, cell proliferation, differentiation, survival, apoptosis, and death.
Materials and methods

Materials
Dulbecco's modified Eagle's medium (DMEM), fetal bovine serum (FBS), gentamicin, Ham's F-12, lipofectin, Opti-MEM, penicillin/streptomycin/fungizone (PSF), 1X Platinum Quantitative PCR SuperMix-UDG and SuperScript III reverse transcriptase with oligo (dT) [12] [13] [14] [15] [16] [17] [18] were purchased from Invitrogen (Carlsbad, CA, USA). Phosphorothioate ODN was custom synthesized by Oligos Etc. (Wilsonville, OR, USA). RNeasy mini kit, QIA shredder, RNase-free DNase kit and QuantiTect Primer Assay were purchased from Qiagen (Valencia, CA, USA). Real time polymerase chain reaction (PCR) primers were custom synthesized by Integrated DNA Technologies (IDT), Coralville, IA, USA. 10,000 X SYBR Green 1 was purchased from Cambrex, Rockland, ME, USA. Recombinant human rhOP-1 was kindly provided by Stryker Biotech (Hopkinton, MA, USA).
Isolation and culture of chondrocytes
Full-thickness articular cartilage from the talus of the talocrural joint (ankle) from 12 human organ donors (age 55 to 70 years old, Collins grade 0 to 1 [5] ) and from the femur of the tibiofemoral joint (knee) from two human organ donors (age 67 and 73 years old, Collins grade 2) was obtained from the Gift of Hope Organ and Tissue Donor Network (Elmhurst, IL, USA) with Institutional Review Board approval and appropriate consent within 24 hours of the donor's death. Knee cartilage was utilized for verification of the ankle cartilage results using realtime PCR. Chondrocytes were isolated by sequential digestion with pronase (2 mg/ml) for 60 minutes and collagenase P (0.25 mg/ml) overnight [6] . Chondrocytes were plated in high density monolayer culture (4 × 10 6 cells/well in a six-well plate) and cultured for 24 hours in 50% DMEM/50% Ham's F-12 supplemented with 10% FBS, 1% PSF, and gentamicin (50 μg/ml) for attachment prior to treatment with either antisense (OP-1 AS) or recombinant OP-1 (rhOP-1). Both treatments were administered for 48 hours in the absence of serum.
Phosphorothioate ODNs
Antisense ODNs were designed to be complementary to sequences in the 5'-and 3'-untranslated regions of the human OP-1 messenger RNA (mRNA) sequence (XM_030621, National Center for Biotechnology Information (NCBI)) as described [3] . All verification experiments with appropriate negative controls (sense and scrambled probes) were performed in a previous study [3] . For this study, the following antisense ODN was used: 5'-GGC-GAA-CGA-AAA-GGC-GAG-TGA-3' (position 237-257).
Treatment groups
Chondrocyte cultures were divided into three experimental groups and treated for 48 hours as follows: 1) transfected with OP-1 AS in the presence of 10 μg/ml lipofectin [3] ; 2) treated with 100 ng/ml of rhOP-1; and 3) culture control (no treatment, no serum).
RNA Isolation
Total cellular RNA was isolated using the RNeasy Mini Kit, following lysis of the cells with a Qia shredder [7] and included an on-column DNase digestion, according to the manufacturer's instructions (Qiagen). All samples were stored at -80°C until analyzed.
Microarray and pathway analysis
Gene expression profiles were analyzed by HG-U133A gene chips from Affimetrix (accession number: E-MTAB-571). At least 10 μg of RNA/per experimental group was required for analysis. Therefore, the RNA was pooled from donors in order to have sufficient RNA and to reduce donor-to-donor variations. Cells from all 12 donors were treated with each experimental condition. The microarray data collection was in compliance with the Minimum Information About Microarray Experiments standard [8] . The quality of the RNA was checked by the Agilent Bioanalyzer (Agilent Technologies, Inc., Santa Clara, CA, USA), and the quality of the hybridization image was checked by the affyPLM model [9] . To deal with the technical variation, each gene was measured by 11 different probes on the Affymetrix U133A microarray. A statistical model at the probe-level was used to identify the differentially expressed genes. To estimate the variance more efficiently with a small sample size, we utilized an empirical Bayesian correction of the linear model [10] . Statistical significance was considered with a P-value of P < 0.001 and fold change larger than 1.5-fold between the treatment group and corresponding control. All the data analysis was conducted using the Bioconductor/R package [11] . To interpret the biological significance of differentially expressed genes, a gene ontology analysis was conducted using DAVID/EASE [12] .
Pathway analysis and classification by gene ontology
Regulated genes (R > 1.5-fold, P < 0.001) were used as input for both analyses. The ingenuity pathway analysis system [13] was used to project genes onto known biological pathways (canonical pathways). The system determines a significance value for each pathway based on an F-statistics that the input-genes occur randomly within this pathway. Grouping of genes was done by computing over-representation of regulated genes in gene ontology (GO) classes [14] . Statistical analysis consisted of 1) analysis of differentially expressed genes under a single experimental condition in comparison to the corresponding control (up-or down-regulated in the presence of OP-1 antisense or rhOP-1); 2) analysis of differentially expressed genes when comparison is made between two treatments (OP-1 antisense and rhOP-1); and 3) gene ontology, when changes were analyzed within a family of genes according to their function (comparison was made between single treatment and control or between both treatments). Selected gene array results were verified experimentally in vitro or by real-time PCR.
Validation experiments -quantitative real time PCR Selected gene array results were verified by real-time PCR. SuperScript III reverse transcriptase with oligo (dT) [12] [13] [14] [15] [16] [17] [18] was used to transcribe 4 μg of isolated total RNA into complementary DNA (cDNA) in a total volume of 20 μl according to the manufacturer's instructions (Invitrogen). Real time PCR primer sets specific for human β-actin, GAPDH, gremlin-1, IL-6, IL-8, and LIF-1 (Table 1) were designed using the PrimerQuest program (Integrated DNA Technologies, Inc., Coralville, Iowa, USA). The specificity of the primers was verified by testing in BLAST searches [15] . Real time PCR primer sets specific for human 18SrRNA and BMP-2 were purchased from Qiagen. Real time PCR was performed using the Smart Cycler System (Cepheid, Sunnyvale, CA, USA). Each 50 μl reaction mixture contained 1X Platinum Quantitative PCR SuperMix-UDG, 0.5X Smart Cycler additive reagent (0.1 mM Tris, pH 8.0; 0.1 mg of bovine serum albumin per ml, 75 mM trehalose, and 0.1% Tween 20), 0.5X SYBR Green 1 (vendor stock 10,000X; Cambrex, Rockland, ME), 0.2 μM each of forward and reverse primer (IDT primers) or 1X QuantiTect primers (Qiagen primers) and 1 μl cDNA (18SrRNA, β-actin, BMP-2, GAPDH, gremlin-1, IL-6, IL-8) or 2 μl cDNA (LIF-1). Cycling parameters were: preheat at 60°C for 120 seconds then 95°C for 120 seconds followed by 40 three-step cycles of 95°C for 15 seconds, various annealing temperatures and times (Table 1) and 72°C for 30 seconds. After the last amplification cycle, PCR products were analyzed by melting curve analysis in the Smart Cycler by slowly increasing the temperature to 95°C. The reactions were run in triplicate with appropriate controls (no cDNA template). The data were analyzed by using the Cepheid Smart Cycler software (version 2.0c) and reported as threshold cycle (C t ). Change in gene expression was calculated as fold change = 2 -Δ(ΔCt)
, where Δ(ΔC t ) = (C t sample -C t housekeeping gene) -(C t control -C t housekeeping gene).
Statistical analysis for real-time
PCR Data are expressed as mean +/-standard deviation. Statistical significance was assessed by the Student t-test and P-values < 0.05 were considered significant. Analyzing the number of differentially expressed genes (fold changes of larger than 1.5 and corresponding P-values < 0.001 compared to control) after rhOP-1 or OP-1AS, we found that rhOP-1 modulated expression of 4,057 genes, while OP-1AS treatment modulated expression of only 2,618 genes respectively. More genes were down-regulated than up-regulated by either treatment: rhOP-1 down-regulated 3,365 genes vs 692 genes that were up-regulated; while OP-1AS down-regulated 2,364 genes and up-regulated only 254 genes. The functional groups of genes modulated by lack or excess of OP-1 are depicted in Figure 1 . RhOP-1 primarily controlled genes responsible for molecular function, biological processes, and cellular components, while OP-1AS primarily affected genes controlling cellular processes and catalytic activity. Interestingly, either treatment up-regulated fewer functional groups than the number that were down-regulated ( Figure 1 ). For example, rhOP-1 induced only five functional groups vs four induced by OP-1AS; while rhOP-1 down-regulated 19 functional groups vs 12 down-regulated by OP-1AS. When the results were compared between the two treatments, we found that very few gene groups with the same function were differentially regulated by both treatments (Figure 1 ). Groups regulated by both OP-1 conditions included the genes responsible for cellular processes (the same number of genes were up-regulated by either treatment, 100 vs 101), development, protein binding, signal transducer activity and signal transduction.
Analysis of catabolic genes: cytokines and their regulators
Previously, we showed that OP-1 was able to counteract the catabolic activity of IL-1β [16, 17] and other catabolic mediators such as fragments of cartilage matrix, fibronectin and hyaluronan [17] [18] [19] [20] . Therefore, it was of interest to determine the effects of OP-1 on genes regulating pro-catabolic activity. Consistent with an anticatabolic function for OP-1, a broad spectrum of genes with various pro-catabolic activities (cytokines and their regulators, matrix degrading proteinases, apoptosisrelated genes, neuromediators, transcription factors, and so on) were modulated by OP-1. Multiple cytokines and chemokines, in particular members of the IL-6 family, (Figure 2 ), as well as their receptors and regulators of their activity (Tables 2 and 3 ) were found to be regulated by OP-1. Interestingly, among these mediators only members of the IL-6 family (leukemia inhibitory factor (LIF), IL-11, IL-8, and IL-6) were differentially regulated by the two treatment conditions: rhOP-1 down-regulated LIF expression by more than 15-fold, IL-11 expression by more than eight-fold, IL-8 gene by four-fold and IL-6 by two-fold, respectively ( Figure 2A) . Likewise, when endogenous OP-1 was inhibited by OP-1AS, expression of these four chemokines was elevated by about two-fold indicating a tight association between OP-1 levels and expression of members of the IL-6 family. Verification experiments of gene array findings included both real-time PCR analysis and in vitro metabolic tests (Figure 2 ). These tests confirmed that when chondrocytes in high-density monolayer cultures were treated with rhOP-1 for 48 hours, gene expression of LIF, IL-6, and IL-8 was inhibited as detected by realtime PCR, although the magnitude of changes was different from those identified by gene array (Figure 2A,  B) . In metabolic studies, we also found that OP-1 could overcome an inhibitory effect of IL-6 on PG synthesis in chondrocytes cultured in alginate beads ( Figure 2C ). In addition, our previous studies showed an ability of OP-1 to inhibit mRNA expression of IL-1, IL-6, IL-8, and other cytokines in primary and immortalized chondrocytes [17] . In analyzing the relationship between treatments to modulate OP-1 and the expression of genes in the IL-6 signaling pathway, we found that OP-1 not only regulates expression of the IL-6 family of cytokines but also hours with 100 ng/ml IL-6 (in the presence of 150 ng/ml soluble IL-6 receptor) or the combination of IL-6 and OP-1 (100 ng/ml). Data were normalized to the DNA content and compared to 10% FBS control. OP-1 was able to overcome an inhibitory effect of IL-6 on PG synthesis.
controls expression of their receptors and downstream intracellular mediators including signal transducers and activators of transcription (STATs), mitogen activated protein (MAP) kinases, and transcription factors. This suggests OP-1 inhibits IL-6 signaling at multiple levels (Table 3 ). Among other genes that either regulate cytokine activity or mediate their signaling, the most affected by OP-1 were the receptors for IL-1β and tumor necrosis factor alpha (TNF-α) (see Table 2 ) as well as TNF-α inducible protein. Although under the experimental conditions expression of TNF-α and IL-1β genes was not influenced by OP-1, previous studies showed that injection of OP-1 into nucleus pulposus inhibited production of autocrine TNF-α and IL-1β elevated in response to injurious compression of the intervertebral discs [21] proving an association between OP-1 and signaling pathways of the above mentioned cytokines. In addition, several other studies have provided evidence of an ability of OP-1 to regulate either IL-1β induced responses or IL-1β downstream signaling [16] [17] [18] 22, 23] .
Analysis of catabolic genes. Neuromediators
Previous studies have provided evidence that OP-1 may regulate mediators of pain-related behavior and their activation in response to injurious compression of the intervertebral disc and acute cartilage trauma [24] [25] [26] . 
We also reported that injection of OP-1 into nucleus pulposus down-regulated substance P expression [26] , bradykinin and bradykinin inducible receptor β1 [26] . Therefore, it was of interest to examine expression of neuromediators and their receptors in the present array study. After stimulation for 48 hours with rhOP-1, expression of the receptors of bradykinin and substance P was down-regulated (Table 4 ). Both receptors of bradykinin, constitutively expressed β2 and inducible β1, were down-regulated by the treatment with OP-1. Expression of the β1 receptor was differentially regulated under conditions of excess and lack of OP-1, that is, treatment with rhOP-1 inhibited gene expression of this receptor by 1.85-fold, while its expression was upregulated by 1.59-fold when endogenous OP-1 expression was inhibited by antisense oligonucleotides. These results are consistent with previous data on the protein level in an in vivo model of disc herniation, where injection of OP-1 into the nucleus pulposus completely abolished bradykinin receptor β1 [26] . Although by gene array we did not identify significant changes in the expression of bradykinin and substance P at the time point tested here, we found changes in substance P receptor and its precursor. We also found that OP-1 inhibited expression of nerve growth factor-β by almost two-fold.
Analysis of catabolic genes: Transcription factors
Besides cytokines and their receptors, OP-1 also affected gene expression of transcription factors that regulate cytokine signaling. Previously, in normal primary and immortalized chondrocytes, we found that OP-1 inhibits activation of the nuclear factor kappa-light-chain-enhancer of activated B cells (NF-B) and activator protein-1 (AP-1) transcription factors [17] . Here, expression of a large set of transcription factors was found to be modulated by OP-1 (Table 5 ). In addition to common factors such as NF-B, STAT1 and STAT6, gene array also discovered factors that repress IL-2 expression, p38 interacting protein, Runx1, and others. The majority of these transcription factors regulate directly or indirectly (as p38 interacting protein) transcriptional responses induced by various pro-inflammatory mediators (IL-1β, IL-6, matrix fragments). Others, like Runx1, are involved in the process of chondrogenesis. To further demonstrate the effect of OP-1 on activation of transcription factors, we treated cultured cells and found that OP-1 was able to at least partially inhibit activation of NF-B in primary chondrocytes pre-treated with IL-1β or activation of Stat-1 in chondrocytes treated with IL-6 and IL-6 soluble receptor (data not shown).
Analysis of catabolic genes: Matrix degrading proteases, cathepsins, and apoptosis-related genes
Among other catabolic genes influenced by OP-1 were the matrix metalloproteinases (MMPs), cathepsins, and a number of proteases with various modes of action (Table 6 ). Thus, expression of membrane type-1 MMP (MMP-14) was inhibited by rhOP-1 by 1.6-fold (P < 0.001) along with tissue inhibitor of metalloproteinases (TIMP)-3 (2.06-fold, P < 0.001). At the same time, expression of MMP-2 (gelatinase A), which is activated by MMP-14 [24] , was not affected by rhOP-1, but was down-regulated by OP-1AS (2.31-fold, (P < 0.001) as well as was MMP-9 (gelatinase B) (1.5-fold). Interestingly, the same positive correlation was found between the levels of OP-1 and expression of another TIMP, TIMP-4, which was decreased by 1.7-fold in the OP-1AS group confirming its association with MMP-2 [25] . Parallel changes were observed in other types of proteases, such as a disintegrin and metalloproteinases (ADAM)-9, 10, and 28. Their gene expression was downregulated under OP-1AS from 2.34 to 1.75-fold. Treatment of chondrocytes with rhOP-1 inhibited expression of ADAM-15,-19, as well as urokinase type plasminogen activator, its receptor, and transglutamianse-2. There were also some proteinases that were up-regulated by rhOP-1: ADAM-TS7, ADAM-TS12, and tissue specific plasminogen activator suggesting that perhaps these proteins are involved in anabolic/remodeling processes. Among the proteases that were also regulated by OP-1 were cathepsins B, C, and S. So far, these lysosomal cysteine proteases have been less studied in cartilage, though cathepsin C appears to be a central coordinator for activation of many serine proteases in immune/ inflammatory cells [29] , while cathepsin B was thought to play an important role in the development of osteoarthritis [30] . Expression of all three cathepsin genes was down-regulated under OP-1AS. A previous study on acute impact injury in vivo [31] strongly suggested an anti-apoptotic effect of OP-1 in post-traumatic OA. Therefore, we expected that OP-1 may control genes involved in apoptosis-related processes. We found that rhOP-1 inhibited program cell death 8 gene (apoptosis-induced factor), Bcl-2 gene and the calpain-9 gene (Table 6 ). However, the key caspases that trigger and promote cell death by apoptosis were not affected. During the absence of OP-1 (antisense treatment), expression of caspases 8, 9, and 6 were inhibited and only caspase 2 was elevated ( Table 6 ). The reason for a down-regulation of the apoptosis-related genes under conditions where OP-1 is lacking is not clear, but may be a response to help avoid cell death.
Analysis of anabolic genes: transforming growth factorbeta (TGF-b)/BMP family, their receptors and regulators of signaling
Affimetrix analysis identified a very interesting effect of OP-1 on members of the BMP/TGF-β family (Table 7) .
Treatment with rhOP-1 down-regulated expression of growth differentiation factor (GDF)-15, BMP-2, and Activin A, and BMP-2 inducible kinase, while inhibition of OP-1 expression up-regulated GDF-15 and Activin A. Downregulation of BMP-2 expression in chondrocytes treated with rhOP-1 was confirmed by real-time PCR (Figure 3) . Antisense reduction of OP-1 levels resulted in down-regulation of GDF-10 and TGF-a expression (Table 7) . Furthermore, a correlation was also found between OP-1 and the mediators of its downstream signaling, where OP-1AS treatment inhibited expression of transcription factors, Id proteins 2 to 4 ( Table 7) , binding protein Gremlin ( Figure  2) , and MAD genes. Changes in Id genes correlated with the earlier findings from our laboratory, which demonstrated that the treatment of chondrocytes with rhOP-1 led to the elevation of Id1, Id2, and Id3 genes and proteins [32] . Contrary to changes in the Gremlin gene, which showed a positive correlation with OP-1 levels, expression of Follistatin binding protein was inhibited by more than two-fold in chondrocytes treated with rhOP-1.
In addition, OP-1 modulated expression of the TGF-β/BMP receptors. With the exception of Activin-α RIB, which was inhibited by rhOP-1 and elevated under the lack of OP-1, expression of other receptors, Activin-α RIIB, BMPR1A, TGF-b RI, II, and III correlated positively with OP-1 expression ( Table 7) .
Analysis of anabolic genes: other growth factors
Previously we showed that rhOP-1 stimulated expression of insulin-like growth factor (IGF)-1 and IGF-1 receptor genes [17] , while inhibition of OP-1 gene expression by OP-1AS down-regulated mRNA expression of these genes. We have also documented a synergistic effect of OP-1 on IGF-1 induced responses in normal and OA chondrocytes [33, 34] . Here, we confirmed an association between OP-1 and IGF-1 pathways by documenting a 1.73-fold decrease in IGF-1 receptor expression and a decrease in two IGF-1 binding proteins-5 and 7 (1.9-and 1.5-fold respectively) under OP-1AS. Furthermore, other genes within the IGF-1 signaling pathway were regulated by OP-1. Among them were PIK3R1, PRKAR2B, MAP2K2, PDE3B, and SOCS3 (Table 8) .
Modulation of OP-1 levels affected mRNA expression of growth factors and some of their receptors that belong to various families, such as Nerve Growth Factor-β, Vascular Endothelial Growth Factor, Endothelial Cell Growth Factor 1 (platelet-derived), Capillary Morphogenesis Protein-1, and Fibroblast Growth Factor (FGF)-7. Their expression was inhibited by rhOP-1 from 1.93-to 1.5-fold. Contrary, the expression of the FGF-R2 and 3 receptors, and α and β receptors of Platelet-Derived Growth Factor was stimulated by rhOP-1 Table 8 ).
Matrix proteins and their receptors
Cartilage-specific matrix genes were found to be modulated by rhOP-1 treatment. Expression of the collagen type IX-α3 chain and cartilage oligomeric protein (COMP) was up-regulated by about 1.5-fold in chondrocytes treated with rhOP-1 ( Table 9 ). Among proteoglycans, versican was affected the most (by about three-fold down-regulation by OP-1AS) and syndecan was differentially regulated under both rhOP-1 and OP-1AS treatments. There were a number of other matrix genes regulated by OP-1: bone sialoprotein, osteonectin, cadherins, chondroitin sulfate PG4 and dermatan sulfate PG3 ( Table 9 ). As expected, there was a positive correlation between OP-1 and CD44 expression. Inhibition of OP-1 expression resulted in 2.34-fold reduction in CD44 expression. However, contrary to previously published data [35] , rhOP-1 inhibited hyaluronan synthase 2 expression. A number of basement membrane proteins were modulated by OP-1: α1,2,3, and five chains of collagen type IV, laminin, versican among others. Gene expression of bamacan and laminin was inhibited by rhOP-1 and stimulated under OP-1AS. OP-1 also modulated expression of collagens that are not cartilage-specific, such as collagen type I, IV, V, VI, VIII, XIV, and XVI. Their expression was inhibited under the OP-1AS treatment ( Table 9 ). The greatest decrease in mRNA expression was found for α1 and α2 chains of type I collagen (more than 2.6-fold).
Discussion
To the best of our knowledge, this is the first report that uses microarray analysis to provide a comprehensive understanding of the role OP-1 plays in overall cartilage homeostasis. We found that OP-1 controls cartilage homeostasis on multiple levels including regulation of genes responsible for chondrocyte cytoskeleton (cyclin D, Talin1, and Cyclin M1, for example, and confirmed in [36] ), matrix production and other anabolic pathways, as well as regulation of cytokines and various catabolic pathways responsible for matrix degradation and cell death. Importantly, in many of these cases, OP-1 modulated the expression of not only the ligands, but also their receptors, mediators of downstream signaling, kinases responsible for an activation of the pathways and transcription factors that induce transcriptional responses. Due to high variability among human samples, only a few studies have utilized microarray analysis to test the entire human genome in primary adult articular chondrocytes [4, [37] [38] [39] , and only one of Saas et al. [4] addressed in part the effect of BMP-7/OP-1. These analyses used the tissue from one or a maximum of two donor cartilage samples. In the present study, normal (grade 0) articular cartilage was collected from 12 donors within a similar age range. One of the limitations of the study is that we examined gene expression profiles only at one time point, after 48-hours of culture. Therefore, changes in early-response genes and lateresponse genes might have been missed. This could explain some results, as for example, the lack of changes in the expression of major cartilage matrix proteins. However, such an approach gave us a breath of the overall effects of OP-1 on cartilage homeostasis.
Due to the abundance of the results, we will discuss only the most relevant and those that could be explained by the current knowledge of the field. Perhaps most important was the finding that OP-1 is a unique growth factor in its capacity to display simultaneously pro-anabolic and anti-catabolic activities. It was previously shown that OP-1 stimulated expression and synthesis of collagen type II, aggrecan, hyaluronan, and CD44 [1, 2, 20, 40] as well as IGF-1, IGF-1 receptor, and responses to IGF-1 [17] . In the current studies, we used high-density monolayers while in previous work explants or alginate beads were used with different media conditions (no serum vs serum or ITS-media). The finding that the microarray results shown here were comparable to the previous results suggest that the pro-anabolic effects of OP-1 in human articular chondrocytes are persistent. With regard to the anti-catabolic activity, the ability of OP-1 to counteract various pro-inflammatory/ catabolic responses or directly inhibit expression of catabolic mediators was previously shown in primary chondrocyte cultures or in animal models of post-traumatic osteoarthritis or disc degeneration [17] [18] [19] 24, 31] . In this study, we found that OP-1 inhibits expression of IL-6 and members of the IL-6 family of chemokines as well as their receptors and signaling mediators. Furthermore, the tight association between these two classes of mediators (OP-1 and IL-6) was documented under both experimental conditions (plus or minus OP-1). Based on our new data on the role of IL-6 in acute post-traumatic responses [41] , it is possible that OP-1 was able to protect cartilage from degenerative changes caused by acute trauma [31] not only due to its direct effect on matrix synthesis, but also because of its ability to inhibit IL-6, TNF-α, and the catabolic pathways induced by the fragments of the extracellular matrix: fibronectin [19] , hyaluronan [20] , and collagen telopeptides [42] .
Another important effect of OP-1 may be an ability to inhibit expression of neuromediators and their receptors. Previously, an anti-pain effect of OP-1 was documented in the rat models of herniated disc or disc degeneration induced by injurious compression. In these studies, OP-1 injections reduced hyperalgesia and inhibited elevation of IL-1, TNF-α, substance P, bradykinin and their receptors in various disc tissues including spinal cord and dorsal ganglion [21, 24, 26] . In chondrocytes, it is the first report that indicates a connection between OP-1 and various neuromediators, though substance P and its NK-1 receptor were already identified in cartilage in the model of mechanical stress [43] . Very recently, our findings received another proof in phase I placebo-controlled clinical studies on OP-1 treatment for osteoarthritis patients [44] , in which a single injection of OP-1 reduced pain even after six months of treatment.
Interesting results were found with regard to the ability of OP-1 to regulate the TGF-β/BMP signaling pathway. The levels of OP-1 expression positively correlated with the expression of activin-like kinase (ALK)-3 or BMP-RIA, transcription factors Id proteins 2 to 4, and a binding protein Gremlin, indicating that this could be a primary route for OP-1 signaling. We also found that another binding protein, Follistatin, exhibited a negative correlation with the levels of OP-1. Thus, our results suggest a differential regulation of these two binding proteins by OP-1, which could mean that Gremlin and Follistatin perform distinct functions in the mediating BMP responses or they are involved in different stages of signaling. This point of view is supported by studies of Tardif et al. [45] who reported their differential expression and spatial distribution in the dog OA model. One of the most surprising results was the finding that OP-1 inhibits expression of another member of the BMP family, BMP-2, which shares the same signaling machinery and in many cases exhibits similar anabolic activities [23, 46] . This result was confirmed by real-time PCR and definitely warrants further studies in understanding the responses induced by homologous, yet very different members of the same family [16] .
Finally, another unexpected result was the inhibition of TIMP-3 expression by rhOP-1; while previously, TGF-β has been shown to induce this inhibitor [47] . The differences in the results could be attributed to distinct culture conditions (primary chondrocytes in our case and passaged chondrocytes as in Qureshi et al. [47] , assessment at various time points, or distinct signaling mechanisms between TGF-β and OP-1 that are responsible for induction of TIMP-3 expression. However, on the protein level it has already been reported that OP-1 inhibits TIMP-3 protein [48] . Furthermore, changes in TIMP-3 were parallel to changes in certain genes responsible for apoptosis, which supports the notion that in cancer cells TIMP-3 may promote cell death by apoptosis [28] . On the other hand, TIMP-3 has been shown to inhibit aggrecanasemediated release of glycosaminoglycans in bovine nasal cartilage [49] . At this point, the role of TIMP-3 in human chondrocytes and its regulation by various mediators remains to be investigated.
Conclusions
This analysis of gene array data strongly suggests a critical role of OP-1 in human cartilage homeostasis. OP-1 regulates numerous metabolic pathways that are not only limited to its anabolic function, but also to its anticatabolic activity. Understanding of OP-1 function in cartilage will provide strong justification for the application of OP-1 protein as therapeutic treatment for cartilage regeneration and repair.
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